Effect of different salinity adaptation on the performance and microbial community in a sequencing batch reactor.
The performance and microbial community profiles in a sequencing batch reactor (SBR) treating saline wastewater were studied over 300days from 0wt% to 3.0wt% salinity. The experimental results indicated that the activated sludge had high sensitivity to salinity variations in terms of pollutants removal and sedimentation. At 2.0wt% salinity, the system retained a good performance, and 95% removal rate of chemical oxygen demand (COD), biochemical oxygen demand (BOD), NH4(+)-N and total phosphorus (TP) could be achieved. Operation before addition salinity revealed the optimal performance and the most microbial diversity indicated by 16S rRNA gene clone library. Sequence analyses illustrated that Candidate_division_TM7 (TM7) was predominant at 2.0 wt% salinity; however, Actinobacteria was more abundant at 3.0wt% salinity.